Here, we describe the Salmonella enterica serovar Heidelberg phage Matapan. A myophage with a 157,408-kb genome, Matapan is most closely related to Vi01-like phages.
and 87.9% with Salmonella phage Vi01 (GenBank accession number FQ312032), Escherichia phage ECML-4 (GenBank accession number JX128257), Salmonella phage STML-13-1 (GenBank accession number JX181828), and Salmonella phage Marshall (GenBank accession number KF669653), respectively, and 196 similar proteins with phage Vi01. Similar to other Vi01-like phages, Matapan is predicted to use headful or pac-type packaging using PhageTerm (18) . About one-third of the predicted proteins were assigned putative functions. Similarities to phage T4 in the structural region led to reopening the genome according to convention, in front of the rIIA-like gene.
Data availability. The genome sequence and associated data for phage Matapan were deposited under GenBank accession number MN066127, BioProject accession number PRJNA222858, SRA accession number SRR8869240, and BioSample accession number SAMN11360418.
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